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containing a Complete protease inhibitor tablet (Roche). Protein concentration were determined following the BCA method and 30 µg loaded on an SDS-PAGE minigel. Proteins were transferred to PVDF membrane and blotted with an antibody against AMP-Threonine (Millipore). Blots were developed using ECL and film.
Small angle X-ray scattering (SAXS)
Synchrotron SAXS data were collected at ESRF (Grenoble). All samples were measured in 25 mM Tris.Cl, 150 mM NaCl, 5 mM TCEP, 10 %(v/v) glycerol at pH 8.0. Proteins were measured at 1, 2 and 5 mg/ml concentrations. The data were processed by the program PRIMUS (Konarev et al., 2003) following standard procedures to compute the radii of gyration (Rg) and maximum dimensions (Dmax) (Svergun and Koch, 2002) . The distance distribution functions, p(r), were evaluated using the program GNOM (Svergun, 1992) . The SAXS data for the monomeric mutant showed evidence of the formation of large aggregates apparent at lower q-values. We therefore excluded the points before the linear guiner region and used the rest of the curve for further modelling.
Low-resolution models were generated by the ab initio program DAMMIN (Svergun, 1999) , which represents a protein by volume filled with the packed spheres referred to as dummy atoms. The results of 10 independent DAMMIN runs were analyzed and averaged by DAMAVER and overlapped to the available crystal structure with the program SUPCOMB (Kozin and Svergun, 2001) .
AMPylation assays
Cell culture and lysis. HeLa cells were cultured in a humidified atmosphere of 10% CO 2 at 37° C in DMEM supplemented with 10% FBS. Prior to lysis cells were washed twice with PBS and
